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Fig. S1. Distribution of Chesapeake Bay virioplankton BLAST-positive sequences according to 
clusters of orthologus groups of proteins (COGs). A) Distribution of long read sequences within 
each COG. Numbers above each bar are the number of long read BLAST-positive sequences 
within the COG. B-G) Increasing number of 100 bp random derived short read sequences per 
long read. H-M) Increasing length of single random derived short reads. BLAST-positive short 
derived sequences expressed as a percent of the long read sequences within each COG. The 
frequency of long read BLAST-positive sequences that did not belong to a COG was 56% (209 
sequences). 
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Fig. S2. Distribution of Acid mine drainage microbial metagenome BLAST-positive sequences 
according to clusters of orthologus proteins (COGs). A) Distribution of long read sequences 
within each COG. Numbers above each bar are the number of long read BLAST-positive 
sequences within the COG. B-G) Increasing number of 100 bp random derived short read 
sequences per long read. H-M) Increasing length of single random derived short reads. BLAST-
positive short derived sequences expressed as a percent of the long read sequences within 
each COG. The frequency of long read BLAST-positive sequences that did not belong to a COG 
was 13% (107 sequences). 
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Fig. S3. Distribution of Sargasso Sea microbial metagenome BLAST-positive sequences 
according to clusters of orthologus proteins (COGs). A) Distribution of long read sequences 
within each COG. Numbers above each bar are the number of long read BLAST-positive 
sequences within the COG. B-G) Increasing number of 100 bp random derived short read 
sequences per long read. H-M) Increasing length of single random derived short reads. BLAST-
positive short derived sequences expressed as a percent of the long read sequences within 
each COG. The frequency of long read BLAST-positive sequences that did not belong to a COG 
was 5.4% (47 sequences). 


